African swine fever (ASF) is a highly contagious and lethal viral disease of swine with 50 significant socio-economic impact in the developed and developing world. Since its 51 reintroduction in 2007 in the Republic of Georgia, the disease has spread dramatically thorough 52 Europe and Asia. Among the most affected countries in Europe is Romania, which initially 53 reported the disease in 2017 and in 2018-2019 lost about 1 million pigs. There is no molecular 54 characterization of the virus circulating in Romania during that reported period; therefore, the 55 purpose of this study was to provide an initial molecular characterization using samples collected 56 from two farms affected by ASFV. The causative strain belongs to genotype II, and its closest 57 relatives are the strains circulating in Belgium, Russia, and China. 58 59 type of article: short communication 60 61 62 63 64 65 66 67
Asia. Since there is no vaccine or treatment available, strict biosecurity measures and trade 96 restrictions are implemented during an initial outbreak (Sánchez-Vizcaíno, 2015) . ASF is caused 97 by a macrophage-tropic, double stranded (ds) DNA virus with a 170-190 kb genome, currently 98 the only member of the Asfarviridae family (Dixon, 2011) . The principal routes of disease 99 transmission are direct contact between infected pigs and indirect contact through contaminated 100 feed and food products (EFSA, 2014) . Moreover, the virus is maintained in the sylvatic cycle 101 through the soft ticks of genus Ornithodoros (Diaz, 2012).
Results and discussion
139 Two data sets were generated for the phylogenetic analysis 1) p72 analysis using 41 140 sequences corresponding to all currently available ASFV genotypes and 2) p54 analysis using 36 141 sequences corresponding to all the sub-genotypes available for ASFV (excluding genotypes 142 XXII and XXIV, which there were no sequences available for p54). Unweighted pair-group 143 arithmetic average (UPGMA), neighbor joining (NJ), and minimum evolution (ME) 144 phylogenetic tress were constructed using Kimura 2-parameter substitution model, as determined 145 by a model selection analysis used by CLC Workbench v. 7.6.3 (Figure 1, panel A for p72 and   146 panel B for p54). Bootstrap analysis was performed 1,000 times to assess the degree of statistical 147 support for the resulting p72 and p54 trees.
148
Phylogenetic analysis revealed that the strain currently circulating in Romania belongs to 149 genotype II, and is identical with the ones described in Georgia, Russia, China and Belgium for 150 both p72 and p54. We obtained similar results by sequencing CVR within B602L revealing 151 100% identity with the isolates currently circulating in Ukraine and Russia (data not shown) 152 (Gallardo, 2014) . The results obtained confirm that evolution of ASFV in the Romanian pig 153 farms follows one evolutionary direction. It is important to note that the samples were collected 154 from two different regions during the outbreak season of 2018-2019; therefore, our analysis 155 revealed that the virus did not acquire any additional mutations in the three genes used for 156 genotyping.
157
However, a further genome-wide genotyping focusing on variable intergenic markers will 158 consolidate our findings and bring more information regarding ASFV evolution in Romania and 159 in Eastern Europe .   160  161  162  163  164  203   204  205  206  207  208  209  210  211  212  213  214  215  216  217  218  219  220  221  222  223   6   224  225  226  227  228  229 
